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Figure 1. RT-PCR analysis of barley limit dextrinase inhibitor expression. 



Figure 2. Northern blot analysis of limit dextrinase expression. 
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Figure 3. Southern blot analysis of limit dextrinase inhibitor in barley genomic DNA. 
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Figure 4. Isolation of limit dextrinase inhibitor promoter fragments by genome walking PCR 
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Figure 5. Barley transformation construct containing the limit dextrinase inhibitor promoter. 
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Figure 6. Transient expression assays using the limit dextrinase 



promoter: GFP construct. 
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Promoter Sequence 

atgccccgtgtaaaagaaaccccttctttcctaaaaatatAtatcatcgt 
tttcctaaaaatatatatcatcgtccgtcatgatacgtttAtgtattcaa 
caagaacctccaaataaacgccaacaagaaagaaatgagcAttacttgcg 



Figure 7. 
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Sequences producing significant alignments: 

gi|l8868|emb|X13443.l|HVAATI Barley mRNA for alpha -amylase/ . 
gi|2 2 035404|gb|AY12448 2 .l| Danio rerio myogenin gene, exons . 



gi (24614584 |gb|AY050653 . 1 
gi j 10938038 |gb|AF162890.1 



Giardia intestinalis SEC24 (SEC2 
AF162890S1 Mus musculus peroxisom! 

gi|5821237|dbj|AB021922.l| Homo sapiens gene for lectin-lik 
gxl3721562ldbjlAB011276.ll Mus musculus ^ene for alphaL £ 



gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 



30313388 | gb|AY099112 , 
18140057 jgb j AP457660. 



4104807 
8050595 
6690643 
6164589 
3643823 



gb|AF039526 
gb|AF233737 
gb|AF191544 
gb|AF051769 
gb|AF075270. 
19919401 | gb | AF435445 
8132114 | gb | AF153014 . 
4456992 |gb|AF077743 . 



Rattus norvegicus obese protein . . 
Castanea dentata clone ACS 2 vase. 
Homo sapiens MHC class I 
Agrotis ipsilon AiC5 chym. . 
Homo sapiens estrogen rec . . 
Homo sapiens hyaluronidas . . 
Hordeum vulgare high af f i . . 
.1| Pleurotus ostreatus manganese pe. . 
.1 Trichomonas vaginalis Tvpl4 (tvpl 
.1|AF077743 Mus musculus transcriptio!' 

gi|l2276207|gb|AF269146.l|AF269146 Bilophila wadsworthia 
gi|l4275833|emb|AI289605.{|MMU289605 MuS ScSSl^SilL^: ] | 



AF039526 
AF233737 
AF191544 
AF051769 
AF075270 



gi 
gi 
gi 



3378604 
3916231 
5139506 



Si^ 889 ^ ,HSAJ9889 Homo s ^Piens GHR gene, V. 
gb|AF074397.l|AF074397 Homo sapiens anti-mull4ri 
emb|zi8892.2|MMDESMINP Mus musculus desmin gene ' 

gi|l5487305|dbj|AB060299.l| Mus musculus gene for acetyl Co. 



gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 

gi 
gi 
gi 
gi 
gi 

gi 
gi 
gi 



12697590 
25453365 
13183059 
13625520 
17105179 
16209547 
15213480 
15558849 



db 

gb 

gb 

gb 
gb 
gb 
gb 



_AB046716.l| 
AY050651.2 
AF237414.1 
AY014277.1 
AF439558.1 
AY052528.1 
AF241535.1 



Homo sapiens hST3Gal I gene for. 
Giardia intestinalis MYB (MYB) m! 
Anaplasma phagocytophilum RNA po. 
Lolium perenne gibberellin 2 0 -ox. 
AF439558 Mus musculus X2CR1 gene, . 
Glycine max calmodulin isoform-4. 
- . , - AP241535 Homo sapiens mucin 4 (mu. 

4878023 |gb|AF131239. 2 |AF131239 Rattus norvegicus alpha 1. 

vicla faba var - m±nor • 

3133088 
6690521 
5731977 



emb AJ132779.l|MMU132779 Mus musculus pl07 gene 
etnb|Yl6736.l|HSA16736 Homo sapiens dif-2 gene p' 
gb AF154245.1 AF154245 Rattus norvegicus dlmotl' 
gb|AF114032.l|APli4032 Mus musculus glycogenin-l! 

26453412 |dbj|AB094665.l| Seriola quinqueradiata YGHL1 ae 

2?391 X 23 2 fc?; 3 - 1 !^ 099083 H °- sapiens growS^orm:: 
2739123|gb|AF029214.l|MMOX2Sl Mus musculus MRC OX-2 anti . 

gi|2895903|gb|AP046916.l|AF046916 Ruminococcus flavefaciena 
gi|l916583|gb|U53907.l|R N U53907 Rattus norvegicus Seriate i 
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6e-12 


76 
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2e-09 


72 


2e-09 


70 
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6e-09 
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6e-09 
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6e-09 


/ \j 


6e- 09 


70 


6e-09 


70 


6e-09 


70 


6e-09 


/ U 


6e-09 


70 


6e-09 


68 
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o o 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 


2e-08 


68 
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68 
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2e-08 
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gi I 6683556 j dbj | AB024534 . 1 1 Rattus norvegicus gene for thiaz 
gil7109286lgblAF227508.il Rattus norvegicus intestinal alka! 

gi|l3345792|gb|AF332759.l| Homo sapiens partially duplicate. 



gi 
gi 
gi 
gi 
gi 
gi 
gi 



5002511 J emb |Z98266.1|HSZ98266 Homo sapiens gene encodina 
! 56 e!?Zl^J A f 112228 - 1 |HSCD30Pl Homo sapiens^O protSn! 



24475537 
28875405 
18140058 
2581766 
2764739 
7579914 



dbDlAB084484.ll Betula platyphylla DNA, microsa 
gbAF515463.1 Biomphalaria glabrata fibrinogen 
Sri™ 766 ^- 11 Castanea dentata clone ACS10A va 
9 iVr T ^o ,l|RN ? 77633 RattuS n °^3icus chromosom 
emb AJ002743.1 HSAJ2743 Homo sapiens cardiotroph 
emb|AJ277249.l|HSA277249 Homo sapiens partial HR 

gi|l518845|gb|U63899.l|MMU63899 Mus musculus Girk2 gene, pr 

gi| 7109284 |gb|AF227507.l| Rattus norvegicus intestinal alka 

gi|l2744733|gb|AF318503.l| Danio rerio Myod (myod) gene,' co 



gi 
gi 
gi 
gi 



ssjifir^si limit " . «*?» i— — . 



14251200 |gb 
14043019 jgb 
2342636|emb 



gi 
gi 
gi 



AF220499.2|AF220499 Acidithiobacillus ferroo 
AF221946 2|AF221946 Rickettsia rickettsii ce ' 
Y11638.l|MMY1163 8 M. musculus CYP4A14 gene, e! 

gi|l8873678|emb|AJ272507.l|HSA272507 Homo sapiens partial K 
gx|2564335|dbj|AB008218.l|AB008218Sl Homo sapiens gene for * 

Camelus dromedarius pa. 
llr^ Bartonella henselae S-aSe 

14164368|db D |AB052355.l|AB05234S16 Mus musculus gene for. 

gij 15081477 |gb|AF401090.l| Wolbachia pipientis RNA polvmera 
g x|l7298240|gb|AF 2 83339.l|F283327Sl3 SoSo sapieS cSSSSi 

gi|4139055|gb|AF072833.l|AF072833 Homo sapiens SP23 gene d 
gi|l7298258|gb|AP283357.l|F283327 S 31 HbM^api^LSSiti: 

.l|XLA428930 Xenopus laevis partial. 
. l|HSA272516 Homo sapiens partial K. 
l| Pan paniscus clone BoE26-M13R LI/ 
1| Ipomoea batatas S-adenosylmethio ! 
1| Danio rerio mx gene, promoter se. 
; 1|HSA289159 Homo sapiens CD30 gene., 
|HOMOSLC04 Homo sapiens neuronal an 
1|AF325198 Triticum aestivum LRR14 
|AF026274 Mus musculus Sumiko (sumi., 



gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 



18413572 
18873687 
29648446 
22651882 
22347797 
11230634 
3342093 
13377504 
6649909 | 



emb|AJ428930 
emb (AJ272516 



gb 

gb 

gb 



AY190007 
AF291761 
. AF532732 
emb|AJ289159 
gb|AF074905.1 
|gb|AF325198. 
gb|AF026274.1 



gi|622479l|gb|AF190816.l|AF190816 Homo sapiens complement £. 

3TGFRBI3 Homo sapiens transformin. 
|EAM487974 Enterobacter amni genus . 
Homo sapiens BAC clone RP11-6430. 
Homo sapiens BAC clone RP11-345M. 
Pinus taeda isolate PTLTP3-iii27 . 
\F2 85184 Mus musculus basic trans. 



gi 
gi 
gi 
gi 
gi 
gi 

gi 
gi 
gi 



4104439|gb|AF035664 < 
21213 045 
15638904 
15638822 
13793999 
11093799 



emb|AJ487974 . 1 


gb 


AC024246. 8 


gb 


AC079120.6 


gb 


AY029002.1 


gb 


AF285184.1 



29846S4|gb|AP039088.l|AP039088 Homo sapiens non-heoatic 
29029467 | gb | AY173030 . 1 1 Danio rerio zinc finger transcri. 
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4e-04 
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52 


0.001 


52 
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50 


0.006 
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0.023 
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0.023 
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0.023 
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0.023 
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0.090 
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gi|2281684|gb|AF009433.l|AH006708S06 Homo sapiens clone 22 



gi 
gi 
gi 
gi 
gi 
gi 
gi 

gi 
gi 
gi 
gi 
gi 



13936217 
13936206 
13936204 
13794006 
13794003 
24210408 
13928026 

8191116 
6707080 
4028938 



gb AY029021.1 
gb AY029014.1 
gb AY029013.1 
gb AY029007.1 
gb AY029005.1 | 
emb|AJ320160.i 
emb|AL121594.6 



gb 


AC040163 


.3 


AC040163 


gb 


AF139182 


.1 


AF139182 


gb 


AC004230 


.1 


AC004230 



19879812 | dbj (AP001363.4 



Pinus radiata isolate PRLTP3-iii, 
Pinus taeda isolate PTLTP9-iiiis . 
Pinus taeda isolate PTLTP4-i3 60 
Pinus taeda isolate PTLTP3-V94 n. 
Pinus taeda isolate PTLTP6-i425 
FNU320160 Fusobacterlum nucleatu! 
JCNSOIDRY Human chromosome 14 DNA. 

Homo sapiens chromosome 1. 
Bartonella henselae filam. 
Homo sapiens Chromosome 1. 
Homo sapiens genomic DNA, chrom. 
Homo sapiens genomic DNA, chrom. 

Alignments 



44 


0.36 


44 


0.36 


44 


0.36 


44 


0 .36 


44 


0.36 


44 


0.36 


A. A. 


□ • 36 


44 


0.36 


44 


0.36 


44 


0.36 


44 


0.36 


- 44 


0.36 


44 


0.36 



>gi 1 18 868 | emb | X13443 . 1 1 HVAATI 
inhibitor 

Length = 672 

Score =81.8 bits (41), Expect 
Identities = 41/41 (100%) 
Strand = Plus / Plus 



Barley mRNA for alpha-amylase/trypsin 



= 2e-12 



Query: 793 aagagattgaaccaacgaccaataaactagtatcaacaatg 833 
Sbict- 1 ''''"''""""IIIIIIIIIIIIIIIIIINIIIII 
Sb D ct: 1 aagagattgaaccaacgaccaataaactagtatcaacaatg 41 



Sd'co^lene'S^ 124482 - 11 ^ — axons 1, 2 and 3 

Length » 4260 • <■ 

Score = 79.8 bits (40), Expect = 6e-12 
Identities = 40/40 (100%) 
Strand = Plus / Minus 

Query: 3 tcgattactatagggcacgcgtggtcgacggcccgggcta 42 

sbict- 42* 6 i M, ii 11 III Ull I II 1 1 II Ml 1 1 II Mill III Ml 

Sbjct: 4246 tcgattactatagggcacgcgtggtcgacggcccgggctg 4207. 

r 

c^lete'cds 19151 ^ 050653 - 11 ° iardia -testinalis SEC24 (SEC24) mRNA, 
Length = 1420 

Score = 75.8 bits 1 (38) , Expect - le-10 . 
Identities = 38/38 (100%) 
Strand = Plus / Minus 

IT L TTnTTrnTTTTTTTTTnTnTfTTTTTTTTTTTi? 42 

Sbjct: 1417 gattactatagggcacgcgtggtcgacggcccgggcig 13 80 
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Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 



Query: 9 actatagggcacgcgtggtcgacggcccgggctq 42 

sbi t 23 IIIINIIMIIIIIIIIIIIIIIMIIIIIIII 

Sb^ct: 23 actatagggcacgcgtggtcgacggcccgggctg 56 



>gi|l093.8038|gb|AF162890.l|AP162890Sl Mus musculus peroxisomal assembly 

protein PEX3P (Pex3) gene, y 

promoter and exon 1 

Length = 2785 

Score =75.8 bits (38), Expect = le-10 
Identities = 38/38 (100%) 
Strand = Plus / Plus 

Query: 5 gattactatagggcacgcgtggtcgacggcccgggctg 42 

SMct 13 IIIIIIIIIMIIIIIIIIIMllMiiiiiiiiiiif 

Strjct: 13 gattactatagggcacgcgtggtcgacggcccgggctg 50 



>gi|5821237|dbj|AB021922.l| Homo sapiens gene for lectin-like oxidized LDL 
receptor, promoter 
region 

Length = 2463 

Score = 75.8 bits (38), Expect = le-10 
Identities = 38/38 (100%) 
Strand = Plus / Plus 

Query: 5 gattactatagggcacgcgtggtcgacggcccgggctq 42 

sb -^ „ niiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiT 

SDjct: 13 gattactatagggcacgcgtggtcgacggcccgggctg 50 



>gi | 3721562 |dbj |AB011276.l| Mus musculus gene for alphala calcium 

channel, partial cds 

. Length = 2099 

Score =73.8 bits (37), Expect = 4e-10 
Identities = 40/41 (97%) 
Strand = Plus ./ Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttattgg 49 

SMofc "iiiiiiiiniii niiiiiiiiiiii mini 

Sb^ct: 1 actatagggcacgcgtggtcgacggcccgggctggtattgg 41 
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partial cds 
Length =1127 

Siore = 71.9 bits (36), Expect = 2e-09 
Identities = 36/36 (100%) 
Strand » Plus / Plus 

Query: 7 ttactatagggcacgcgtggtcgacggcccgggctg 42 

sbict- 17 Ui''i' l,,lll "!llllllllllllllllll|| 

Sb D ct: 17 ttactatagggcacgcgtggtcgacggcccgggctg 52 

SifJSSif |AF45766 °- 1 I Castanea dentata clone ACS2 vascular protein 
region 

Length = 685 

Score = 71.9 bits (36), Expect .= 2e-09 
Identities = 36/36 (100%) 

Strand = plus / Plus ' ' 

Query: 7 ".actatagggcacgcgtggtcgacggcccgggctg 42 

sbHet . MIIIIMIIIIIIIIII IIIIIIIMIllii • 

Sbjct: 9 ttactatagggcacgcgtggtcgacggcccgggcig 44 

l >9 (^irgeni? b p^^ 2 *~ -piens MHC class X related protein 
cds 

Length = 1423 

Score = 71.9 bits (36)., Expect = 2e-09 
Identities = 36/36 (100%) 
Strand = Plus / Plus 

Query: 7 ttactatagggcacgcgtggtcgacggcccgggctcr 42 

sbict , ''''ll'lllllllllllllllllllllllllllll • 

Sb D ct: 4 ttactatagggcacgcgtggtcgacggcccgggctg 39 



^S^ 1 ^"- 1 ^".™ Agrotis ipsilon AiC5 chy.otrypsinogen 
Length = 951 

Score - 71.9 bits (36) , Expect = 2e-09 
Identities = 36/36 (100%) 
Strand = Plus / Plus 

Query: 7 ttactatagggcacgcgtggtcgacggcccgggcta 42 

sbjct. ii UliHii' 1 ' i ' 1 1 1 1 1 1 1 1 i?i iff 1 1 iTTTTT? 

bxrict. 11 ttactatagggcacgcgtggtcgacggcccgggctg 46 
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>gi|6690643|gb|AP191544.l|AP191544 Homo sapiens estrogen receptor beta 
gene, promoter region and 

partial cds 

Length = 2495 

Score =71.9 bits (36), Expect = 2e-09 
Identities = 39/40 (97%) 
Strand « Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttattg 48 

sh ., ■ MllllllllllllllllliMIIIIIIIIIIII 1 1 1 1 1 ' 

strjct: 1 actatagggcacgcgtggtcgacggcccgggctggtattg 40 



>gi| 6164589 |gb|AF051769.l|AF051769 Homo sapiens hyaluronidase-like 

pseudogene 1 (HYALP1) , partial sequence 



Length = 11957 

Score =71.9 bits (36), Expect = 2e-09 
Identities = 36/36 (100%). 
Strand = Plus / Minus 



Query: 7 ttactatagggcacgcgtggtcgacggcccgggctg 42 

sbict ii«4 '"I I IN 1 1 1 1 1 M 1 1 1 M 1 1 1 1 N III I M 1 1 IN 

Slrjct. 11954 ttactatagggcacgcgtggtcgacggcccgggctg 11919 



IrtLl^llll ' ?^;r g ene M AF07527 ° ^ * ff ^ Sulf * te 



promoter region, 5'UTR, and partial cds 
Length = 1094 

Score - 71.9 bits (36), Expect = 2e-09 
Identities = 36/36 (100%) 
Strand = Plus / Plus 



Query: 7 ttactatagggcacgcgtggtcgacggcccgggctg 42 

' et S4 IMIIII MINIM II IIIIMINI III |||||| 

strjct: 64 ttactatagggcacgcgtggtcgacggcccgggctg 99 



^^l^llt^ 25 ^ 5 ' 11 ' Pleurotus ostreatus manganese peroxidase (mnp3) 

region and partial cds 
Length = 2790 

Score =69.9 bits (35), Expect = 6e-09 
Identities = 35/35 (100%) 
Strand ■ Plus / Plus 



Query: 8 tactatagggcacgcgtggtcgacggcccgggctg 42 

sbict I'lllllllllllllllllllllllllllllllll 
birjct: 79 tactatagggcacgcgtggtcgacggcccgggctg 113 
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c^litfcal^ 1 ^ 153014 ' 11 . Trichomona ^aginalis Tvpi4 (tvpl4) ,gene, 
Length =1463 

Score = 69.9 bits (35), Expect = 6e-09 
Identities = 35/35 (100%) 
Strand = Plus / Plus 

.Query: 8 tactatagggcacgcgtggtcgacggcccgggctg 42 

sbict ii nii | i ,M,i,iii,iii|||||||| "i!iiiT 

Sbjct: 11 tactatagggcacgcgtggtcgacggcccgggctg 45 



^"^SS 1 ^ 4 ^^ 0777 " "» — ^.«ip ti o» factor TPBC 

5' UTR 

Length = 615 
Score = 69.9 bits (35), Expect = 6e-09 

Identities = 38/39 (97%) 4 
Strand = Plus / Plus 

i 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 
Sbict l i"' 1 ' ""IHIIII Illllll I I III II I IN | | | I 
so}ct. 1 actatagggcacgcgtggtcgacggcccgggctggtatt 39 



Sio^srliSI^" 6 - 11 " 265146 Bil °» hil » »^«»«hia taurine .pyruvate 
complete cds 
Length = 2050 ! 

Score = 69.9 bits (35), Expect - 6e-09 
Identities = 35/35 (100%) 
Strand = Plus / Minus 

Query: 8 tactatagggcacgcgtggtcgacggcccgggctg 42 

, OA HIM III I INI UN I II 1 1 ill I IN 1 1 Ml | 

Sfcuct: 2050 tactatagggcacgcgtggtcgacggcccgggctg 2016 



1 i~^ S ?^S 1 1 - 3. | MBOOaSMOS ' Mus musculus partial Lancll gene 

for LanC-like protein 1, exon 4 y 

Length = 682 

Score = 69.9 bits (35) Expect = 6e-09 
Identities = 35/35 (100%) 
Strand m Plus / Plus 



Query: 9 actatagggcacgcgtggtcgacggcccgggctgt 43 

sb^t i ""'"""""""""iimfTTiiTi 

srrjct. 1 actatagggcacgcgtggtcgacggcccgggctgt 35 
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Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 



Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

qh . , ^ iiiiiiiiiiiiiiiii.i hiTiTiiT 

Sbjct: 46 actatagggcacgcgtggtcgacggcccgggctg 79 



>gij3378604|emb|AJ009889.l|HSAJ9889 Homo sapiens GttR gene, Vlpromoter 
region * 

Length = 1640 

Score = 69.9 bits (35), Expect = 6e-09 
Identities = 38/39 (97%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 

shHet , Mill Illlllllllll IHIIII 1 1 1 1 

strict: 1 actatagggcacgcgtggtcgacggcccgggctggtatt 39 



>gi | 3916.231 |gb|AF074397.1 1 AF074397 Homo sapiens anti-mullerian hormone type 
II receptor (AMHR2) 

gene, promoter region and partial cds 
Length = 1135 

Score = 69.9 bits (35), Expect » 6e-09 
Identities = 38/39 (97%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 

■ „ HIIIIIIIIIIIIIIIIIIIII 1 1 1 1 MM 

brrjct: 13 actatagggcacgcgtggtcgacggcccgggctggtatt 51 



>gi|5139506|embjzi8892.2|MMDESMINP Mus musculus desmin gene 

Length = 193 91 

Score = 69.9 bits (35), Expect = 6e-09 
Identities = 35/35 (100%) 
Strand = Plus /. Minus 

Query: 8 tactatagggcacgcgtggtcgacggcccgggcta 42 

SMct 1 1 1 1 1 1 1 1 1 MMIIMMMMMMM 

sjcrjct: 19391 tactatagggcacgcgtggtcgacggcccgggctg 19357 
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>gi 1 15487305 |dbj|AB060299.l| Mus musculus gene for acetyl CoA 

synthethase-1, promoter region, 

partial sequence 

Length =2094 

Score = 69.9 bits (35), Expect = 6e-09 
Identities = 38/39 (97%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 

gb . , , I M MM MINI Mill II I II I INI 1 1 INI 1 1 1 1 

s^jct: 1 actatagggcacgcgtggtcgacggcccgggctggtatt 39 

>gi|l?697590|dbj|AB046716.l| Homo sapiens hST3Gal I gene for alpha 2,3- 
sialyltransf erase I, . F ' 

promoter region 

Length = 1950 

Score =69.9 bits (35), Expect = 6e-09 
Identities ■ 38/39 (.97%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 

sb . t a I MM I 1MIII II: || 

brgct: 1 actatagggcacgcgtggtcgacggcccgggctggtatt 39 

>gi|25453365|gb|AY050651.2| Giardia intestinal! s MYB (MYB) mRNA, complete 
Length = 3 069 

Score =67.9 bits (34), Expect - 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

S bict 30 « MMiMiiiiiiiiiiii i mini iT 

scjct. 3069 actatagggcacgcgtggtcgacggcccgggctg 3036 



Score =52.0 bits (26), Expect = 0.001 
Identities = 26/26 (100%) 
Strand = Plus / Plus 



Query: 17 gcacgcgtggtcgacggcccgggctg 42 

eK . , Mllllllllllllll Mill 

Sb^ct: 1 gcacgcgtggtcgacggcccgggctg 26 
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>gi|l3183059|gb|AF237414.l| Anaplasma phagocytophilum RNA polymerase beta 
subunit (rpoB) gene, 

complete cds 
Length = 4185 

Score =67.9 bits (34) , Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

, A _ IIIMIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Sb^ct: 4041 actatagggcacgcgtggtcgacggcccgggctg 4008 



>gi|l3625520|gb|AY014277.l| Lolium perenne gibberellin 20-oxidase gene, 
complete cds 

Length =2128 

Score =67.9 bits (34) , Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

oK . ^ , iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sirjct: 15 actatagggcacgcgtggtcgacggcccgggctg 48 



>gi|l7105179|gb|AF439558.l|AF439558 Mus musculus X2CR1 gene, promoter 
region and partial cds 
Length =83 0 

Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

aM ^ ■ iiiiiiilMllllillillilliiiiiiiiin . 

Sbjct: 1 actatagggcacgcgtggtcgacggcccgggctg 34 



>gi|l6209547|gb|AY052528.l| Glycine max calmodulin isoform-4 (cam-4) gene, 
promoter region 

and partial cds 

Length = 2050 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 5 gattactatagggcacgcgtggtcgacggcccgg 3 8 

aM ^ , -llll MM Ml MM III Ml MM I II 1 1 1 III 

Slrjct: 13 gattactatagggcacgcgtggtcgacggcccgg 46 
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>gi 1 15213480 |gb|AF241535. 1 1 AP241535 Homo sapiens mucin 4 (MTJC4) gene, 
promoter sequence and partial 
cds 

Length = 3716 

Score - 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctq 42 

sb . t ± llll III IMIIIIIIIIIIIIIIlflli 

Sfcjct: 1 actatagggcacgcgtggtcgacggcccgggctg 34 

>gi|l5558849|emb|AJ310936.l|FSO310936 Fusarium solani chy gene for putative 
cyanide hydratase enzyme p lve 

Length m 1981 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sbict- i98i iii'iiiiiniiniii Illllllllll 

Sirjct. 1981 actatagggcacgcgtggtcgacggcccgggctg 1948 



>gi|4878023|gb|AF131239.2|AF131239 Rattus norvegicus alpha 1,2- 

fucosyl transferase C (FTC) gene, complete 
cds 

Length = 1555 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

Sbict 1M < "11111111111111111111111 Ml 

Slrjct: 1534 actatagggcacgcgtggtcgacggcccgggctg 1501 



proiotei^egio? 1 ^ 318812 - 11 ^ 18812 ViC±a **** ™' aapl gene, 

Length =1702 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggcta 42 

sb w. , IIINIIIIIIIIIIIIIIIIIIMIIIIIIIII 

brrjct: l actatagggcacgcgtggtcgacggcccgggctg 34 



WO 2004/113544 
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>gi|4454294|emb|AJ132779.l|MMU132779 Mus 
Length =776 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus . 



musculus pl07 gene promoter region 



Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sbict i '''IJIIIIIMIIMIIIIilllllllllllii 

Sbjcti 1 actatagggcacgcgtggtcgacggcccgggctg 34 

>gi|31330B8|e^|Y16736 8 ^ Homp sapiens ^ ^ 

Score = 67.9 bits (34) , Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

/ 

Query: 9 fctatagggcacgcgtggtcgacggcccgggctg 42 
Sblcf 11 '"'''"IIIIIIIIIIIIIIIIIIIIIIIIIlT • 
sojcz. 11 actatagggcacgcgtggtcgacggcccgggctg 44 



Length = 2416 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sbH Ct i IIIIIIIMIIIIIIMIIIINIIIMIIIIII 

SJDDCt: 1 actatagggcacgcgtggtcgacggcccgggctg 34 



Length = 1958 

Score =67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 



Query: 9 actatagggcacgcgtggtcgacggcccgggcta 42 

sbict- i liili M 1 1 1 1 1 1 J 1 1 1 1 1 1?| | TTl 1 1 

S£»3ct: 1 actatagggcacgcgtggtcgacggcccgggctg 34 

groith 4 horio!f j ' AB094665 ' 1 ' Seri ° la ^^radiata YGHL1 gene for putative 

like protein- 1, complete cds 
Length = 6658 
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Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 
-k. . , c I HI! I HI 1 1 II I Ml I I II III I I III I || || 
Sbjct: 39 actatagggcacgcgtggtcgacggcccgggctg 72 



rlcijtor'geif l ^ 099083 : l|AP ° 99083 SapienS * r ° Wth ho — -cretagogue 

flanking region and partial cds 
Length « 1237 

Score =67.9 bits (34) , Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sb . t a IIMNIfMllllllllllllllllMllTlll 

scjct: 1 actatagggcacgcgtggtcgacggcccgggctg 34 



gene? 7 exon 3 I 9b|AF029214 - l|MMOX2S1 MUS musculus «C OX-2 antigen homolog 

Length = 2791 

Score = 67.9 bits (34) , Expect - 2e-08 
Identities « 34/34 (100%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggcta 42 
Sbict- 2791 I I I I I I I I I I I I Ml iff I I.I Iff I if 

SJrjct. 2791 actatagggcacgcgtggtcgacggcccgggctg 2758 



Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sbict. i mii « 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 if 

strjct. 1 actatagggcacgcgtggtcgacggcccgggctg 34 

gene, complete cds 
Length = 2685 

Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Minus 
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Query: 9 actatagggcacgcgtggtcgacggcccgggctq 42 

sbi= t . ....UIUI 11 iiimiTiiTiiiiTiTmi 

Slrjct. 2685 actatagggcacgcgtggtcgacggcccgggctg 2652 



Score =58.0 bits (29), Expect = 2e-05 
Identities = 29/29 (100%) 
Strand = Plus / Plus 

Query: 14 agggcacgcgtggtcgacggcccgggctg 42' 

sbHct , iiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Strict: 1 agggcacgcgtggtcgacggcccgggctg 29 

^co2 i r 83|9b,U539 ° 7 - l|RNU ? 3907 RattuS — eg^icus micro-satellite sequence 
Length = 498 

■ Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 

sbict. 5 '''''"iiiiiiiiiiiiiiiiiiiiiiTfiii 

Strjct. 5 actatagggcacgcgtggtcgacggcccgggctg 38 

>gi^683556|dbj|AB024534.l| Rattus norvegicus gene for thiazide-sensitive 

cotransporter, 5' flanking region 
Length = 2145. 

Score = 67.9 bits (34), Expect = 2e-08 
Identities = 34/34 (100%) 
Strand = Plus / plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 
Sbicf 1 '''''"""IIIIIIIIIHIIIIIIIIINI 
srrjct. 1 actatagggcacgcgtggtcgacggcccgggctg 34 



complete cds 
Length =6359 

Score = 65.9 bits (33), Expect = le-07 
Identities = 33/33 (100%) 
Strand = Plus / Minus 
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Query: 7 ttactatagggcacgcgtggtcgacggcccqqq 39 
Sb D ct: 6349 ttactatagggcacgcgtggtcga^gcccggg 6317 



Snl"^'^^ 9 - 11 . — Partially duplicated CHRNA7 

and partial exon 5 
Length =1280 

Score =65.9 bits (33), Expect = le-07 
Identities = 36/37 (97%) 
Strand = Plus / Plus 

Query: 11 tatagggcacgcgtggtcgacggcccgggctgt 47 

sb . t • ii i iiii i mi i mi ii mi M inn ii mi 

Sbjct: 8 tatagggcacgcgtggtcgacggcccgggctggtatt 44 



(eiina 0 !-!") 1 ^ 1298266 - 11118298266 H ° ra ° «— encoding plaxopnilin 

Length = 49999 

Score = 65.9 frits (33), Expect = le-07 
Identities = 33/33 (100%) • 
Strand = Plus / Plus 

i 

Query: 10 ctatagggcacgcgtggtcgacggcccgggctg 42 

S bi Ct ''''"'iiiiiiiiiiiiiiiiiiiiiiiiii 

Sb D ct: 16 ctatagggcacgcgtggtcgacggcccgggctg 48 

Length = 1605 

Score = 65.9 bits (33), Expect = le-07 
Identities = 37/39 (94%) 
Strand = Plus / Plus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctgttatt 47 

sbict- a I'' ' I '1 1 1 IIII III I! II Mill I II Kill UK 

Sbjct: 1 actatagggcacgcgtggtcgacggccckggctggtatt 39 

>gi|24475537|dbj| ; B084484.l| Betula platyphylla DNA, microsatellite :BpA 



Score = 65.9 bits (33), Expect = le-07 
Identities = 33/33 (100%) 
strand = Plus / Minus 
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Query: 10 ctatagggcacgcgtggtcgacggcccgggctg 42 

Strict. 317 ''''""""IIIIHIIIIIIIIIIIIIlT 
Sbjct: 317 ctatagggcacgcgtggtcgacggcccgggctg 285 

tl^lll" ■ 1 1 ««. ^rino 9M rented 

(FREP12.1) gene, partial cds 
Length =609 

Score =63.9 bits (32), Expect = 4e-07 
Identities = 32/32 (100%) 
Strand = Plus / Plus 

Query: 11 tatagggcacgcgtggtcgacggcccgggctg 42 

sbict- i '''""llllllllllllllllllllffiif 

Sb:ct. l tatagggcacgcgtggtcgacggcccgggctg 32 

gSi"prSf |AF457661 ' 1 I Cast — dentata clone ACS10A vascular protein 
region 

Length =1157 

Score = 63.9 bits (32), Expect = 4e-07 
Identities = 35/36 (97%) 
Strand = Plus / Plus 

Query: 7 ttactatagggcacgcgtggtcgacggcccgggctg 42 

Sbict- 10 til' M II i 1 I I 1 I I I II I I I 1 I MllllilTllT 
Sbjct. 10 ttactatagggcacgcgtggtcgccggcccgggctg 45 

»fcio"t 1 I"i?S l So«co34 l|R,,D77 " 3 tettUS — X0 

Length = 1023 

'Score =63.9 bits (32), Expect = 4e-07 
Identities = 33/34 (97%) 
Strand = Plus / Minus 

Query: 9 actatagggcacgcgtggtcgacggcccgggctg 42 
Sbict m„ "I IJL" I ■ I I I I I I 1 1 lllllllllllllllllll 
Sbjct: 1023 actatagggcacgcvtggtcgacggcccgggctg 990 
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